Introduction
The prevalence of unruptured intracranial aneurysms (IAs) in the general population is estimated to be approximately 3%. [1] Traditional risk factors for unruptured aneurysms include female gender and older age, hypertension, the diameter of the aneurysm, alcohol use, and tobacco use. [2, 3] The most worrisome event in patients harboring an IA is the rupture of the arterial wall and resultant sub-arachnoid hemorrhage (SAH), which occurs at a rate of 30,000 per year in the United States [4] and carries a mortality rate of up to 45%. [2] [3] [4] [5] Given the fact that IA can remain asymptomatic until the time of rupture and that approximately 80-90% of unruptured aneurysms discovered also exert some effect on tubulin as well. [9] NF1 manifestations include café-au-lait spots, neurofibromas, and gliomas. The association of NF1 with IA has also been suggested, albeit with mixed evidence. [9, 10] Autosomal dominant polycystic kidney disease (ADPKD) is an inherited renal condition which is caused by mutations in two known genes: PKD1 (85-90% of cases) and PKD2 (10-15% of cases). The mutation results in the formation of multiple renal cysts and eventually renal failure. Patients with ADPKD may have an increased risk of IA formation with prevalence rates estimated to be between 3% and 12%. [11, 12] It is believed that the affected genes produce flawed polycystin that leads to structural weaknesses in vascular smooth muscle cells. [13] Based on these genetic diseases, there appears to be a connection between certain genetic traits and IA, which may be indicative of a common element in their formation.
In addition to the aforementioned genetic disorders, there are less obvious variations in the genetic code, which may also play a role in the development and rupture of cerebral aneurysms. Increased familial risk indicates a possible genetic risk. [14] [15] [16] Specific variations in the genetic code (polymorphisms) and certain loci have also been implicated as having a genetic influence on IA formation. [17, 18] A better understanding of the genetic influence on aneurysm formation and rupture risk may aid clinicians in the identification of patients at higher risk for SAH. We sought to review the current literature regarding the genetic factors associated with aneurysm formation and rupture.
Materials and Methods
Our study was divided into two sections: Genetic factors related to IA formation and IA rupture. We performed literature searches using the PubMed database to find relevant literature on these topics. Formal searches were conducted using MeSH database advanced search tool with the MeSH phrases "IA" and "genetics," "IA" and "gene," "SAH/genetics" and "(IA) and (rupture) and (genetics)." We limited the inclusion to only articles containing human subjects, available in English, and conducted within 6.5 years (December 2008-June 2015).
Articles were excluded if they did not meet any of the aforementioned criteria or were a case report, single-family study, meta-analysis, or were an analysis of inter-genetic relationships rather than relationship with IA formation or rupture. Studies were also excluded if they concerned non IA or included non IA in their analysis.
We recorded the number of patients and controls and the polymorphisms from each study. For each polymorphism, the location of the polymorphism (and associated gene if known), the odds ratio (OR) (and 95% confidence interval [% CI], if available), and the P value were recorded. In cases where a study sampled multiple geographically different populations, the combined results of the populations found in that particular study were collected.
Results
Twenty-one studies related to IA formation and 10 concerning IA rupture that met our criteria were found and are listed in Tables 1 and 2 , respectively.
Aneurysm Formation
The total number of IA patients from these studies was 19,997 while total number of controls was 51,953. Thirty-two different genetic locations were investigated for possible association with IA, as shown in Table 1 .
Three genes were consistently shown to have associations with IA formation: CDKN2 (6 studies), EDRNA, (2) and SOX17 (2) . Among these genes, only CDKN2 had polymorphisms (rs10757272, rs1333040, rs2891168) found to be associated with IA by multiple studies. Polymorphisms from EDRNA and SOX17, although associated with IA formation, were different between studies.
Of these three genes, the one which showed the most robust association with IA was CDKN2, a gene associated with cyclin-dependent kinase (CDK) inhibitors, polymorphism rs1333040 (OR = 1.43, 95% CI = 1.24-1.66, P < 0.001). However, this same polymorphism was examined in two other studies in our sample and yielded less dramatic although still significant results (OR = 1.31, 95% CI = 1.25-1.39, P < 0.001; OR = 1.28, 95% CI = 1.04-1.57, P = 0.02). [50, 51] There were a total of eleven distinct CDKN2 polymorphisms in the sample, all of which showed significant association with IA. The association between CDKN2 rs1333040 and IA was the strongest found in our entire sample. Among the other genes with repeated association with IA, the strongest association of SOX17, a regulator of growth and maintenance of the vascular endothelium, came from rs9298506 (OR = 1.28, 95% CI = 1.20-1.38, P < 0.001) while the most robust association from EDNRA, a gene associated with the Endothelin-1 receptor that controls vascular smooth muscle tone, came from polymorphism rs6842241 (OR = 1.25, 95% CI = 1.16-1.34, P < 0.001). [39, 50, 52] In our sample, two distinct polymorphisms each for both SOX17 and EDNRA were analyzed and showed significant association with IA. The range of OR for CDKN2 was 1.21-1.43, the range for EDNRA was 1.22-1.25, and the range for SOX17 was 1.17-1.43.
Aneurysm Rupture
There were a total of 2061 IA rupture patients and 10,607 controls. Three studies used the same sample of patients to analyze different genes for association with IA. [43, 44] Polymorphisms from 19 different genes were investigated. None of the genes were investigated by more than one study.
Only 5 of the genes had polymorphisms with significant associations. These polymorphisms come from 9p21, coagulation factor XIII, MAPKAP1, and eNOS. The 9p21
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Discussion
This investigation found that multiple studies have shown statistically significant association between IA formation and variants of the genes CDKN2, SOX17, and EDNRA. The association of these genes with IA formation across studies leads to the next possible query of how they are associated. Furthermore, only a few genes are associated with aneurysmal rupture (9p21, coagulation factor XIII, MAPKAP1, and eNOS).
Research into aneurysm wall morphology has shown that IAs display fewer layers of the vessel wall and less cell density than normal vasculature. [52] Challa and Han demonstrated using simulations that decreased vessel wall thickness would lead to greater stress, a known cause of IA. [53, 54] Conversely, however, at least, one study has shown that there is a significant association of IA with increased vessel wall thickness through carotid intima-medial thickness testing, with the researchers noting that aneurysm patients had decreased circumferential stress and significantly lower elasticity when compared to controls. [55] This may indicate that aneurysm formation is not necessarily due to either increased or decreased thickness but possibly heterogeneous vessel wall structure. Simulations have also shown that stress was also increased in areas with heterogeneous thickness, [53] an effect may more pronounced in areas such as arterial bifurcations which receive the greatest shear stress. [56] A study by Nakatomi et al. on intracranial fusiform aneurysms noted that IA occurrence can be connected with not only breakdown of the internal elastic lamina, but also to proliferation after initial damage has occurred. [57] A connection between IA formation and CDKN2, SOX17, and EDNRA could genetically link heterogeneous vessel structure and the mechanisms mentioned.
CDKN2 is located at 9p21 and variations may be involved in coronary artery disease or aortic aneurysms. [25] In our literature review, polymorphisms of this gene were found to have associations with IA in multiple studies with a range of OR from 1.21 to 1.43. [21, 23, 25, 34, 38] Although the exact relationship is unknown it can be theorized. CDKN2BAS is an antisense region of the DNA bordered by genes for CDK inhibitors, which prevent vascular smooth muscle from proliferating. It is believed that dysfunction of the CDK inhibitors could lead to vascular wall abnormalities and thus to IA aneurysm formation. [58] If the proposed function of CDKN2 is correct, abnormalities could lead to up-or down-regulation of proliferation and, therefore, a heterogeneous wall thickness. Abnormal wall thickness would, in turn, increase the risk of IA according to the previously mentioned work by Nakatomi [55, 57] EDNRA acts as a receptor for Endothelin-1, which causes both vasoconstriction and proliferation of vascular smooth muscle cells. The theorized purpose of EDNRA is to modulate the effects of hemodynamic stress. [34] The polymorphisms of EDNRA associated with IA formation identified in the present investigation may result in the inability of the vascular smooth muscle to compensate against the shearing forces previously described. Decreased vascular compensation has also been discussed by Maltete et al. in which decreased vascular compliance associated in IA patients was believed to contribute to their formation. [55] SOX17, another gene shown to be associated with IA by two studies in this investigation, also contributes to endothelial maintenance [51] and, therefore, may also be involved in a homeostatic mechanism. While the exact effect of these CDKN2, EDNRA and SOX17 polymorphisms on IA is uncertain, it seems that vessel wall heterogeneity may lead to increased IA formation either through weakening the overall structure of the vessel wall or by limiting its ability to compensate against stress.
When compared to IA formation, our study reveals less information regarding genetics associations of aneurysm rupture and SAH. Only a single study has demonstrated an association between CDKN2 and SAH. [43] Unfortunately, a more definitive link cannot be reached. If aneurysm formation and rupture exist along a continuum of structural change as theorized by Chalouhi et al., [54] then perhaps this explains the effect of CDKN2 on aneurysm rupture. However, it is important to note that the same study which noted an association between the 9p21 locus and SAH did not find such an association with five other CDKN2 polymorphisms that they tested. [43] A single study noted an association between aneurysm rupture and Factor XIII Subunit B. [46] An association was also found in a different study with a polymorphism for the MAPKAP gene which is involved in cell signaling. [49] The relationship between either of these genes and SAH has not been fully researched, and we were unable to find information about possible mechanisms for aneurysm rupture. [46, 49] Our analysis highlights the possibly critical yet very limited amount of information available on the impact genetic factors may have on IA formation and rupture. A paucity of information exists on the exact mechanisms by which these genes affect aneurysm formation or rupture, and much of the information is theoretical. If the mechanisms of genetic involvement were laid out, perhaps new screening methods would be able to identify individuals at greater risk of aneurysm formation. More importantly, development of a risk stratification tool for aneurysm rupture and SAH would allow for early intervention.
With the identification of a reliable genetic target in IA patients, novel treatment strategies could be devised to exploit a specific genetic locus. In a rabbit model, the progression of abdominal aortic aneurysms was able to be significantly reduced using deoxynucleotides targeted at the specific gene, NFκB. [59] Although this study was conducted in a nonhuman model, and not on IA specifically, it does show the potential of genetically targeted therapy to affect the development of aneurysms. It has been proposed that endovascular treatment of IA could be augmented by gene transfer using vectors embedded in coils. [60] Further studies should be carried out in the future identify a gene or genes strongly associated with IA or SAH to advance treatment strategies.
Conclusion
Our review found that IA formation and SAH was associated with several possible genetic factors. The most studied gene and the strongest association was 9p21/CDKN2, which is involved in vessel wall remodeling. Other possible genes that may contribute to IA formation include EDNRA and SOX17; however, these factors were not studied as robustly as CDKN2. Overall, information regarding genetics of IA formation and SAH is lacking. Genetics are most likely one of many factors contributing to aneurysm formation and rupture. The contributions of blood flow dynamics and comorbidities as mentioned previously, cannot be ignored. While these elements are important to development and rupture of aneurysms, genetic influence may predispose certain patients to the formation of aneurysms and eventual rupture. Further research into the genetic factors responsible for structural remodeling and inflammatory response to endothelial injury that occur in IA and SAH is needed to better identify at-risk patients and develop novel gene-based therapies.
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